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The appropriate nucleotide substitution model for these data was identified using jModelTest v2. 1.7 (1) . The GTR model with gamma-distributed rate variation among sites (GTR+G) was identified as the best fitting nucleotide substitution model by both BIC and
DIC methods, and as the second best fitting model by AIC and AICc methods (Δ AIC <2.5).
A maximum likelihood (ML) phylogeny was then generated in PhyML v3.0 (2) using the GTR+G model of nucleotide substitution. The R 2 correlation between root-to-tip distance and date of sampling in the resulting phylogeny was 18.7%, indicating a measurably evolving signal within these data.
Further model selection was carried out in BEAST v1.8. 2 (3) to identify the most appropriate gene and codon partitions, and the best fitting molecular clock model for the data.
The following gene and codon partitions were tested, with variation in substitution rate, rate heterogeneity, and base frequencies allowed between partitions: Each of these sets of gene/codon partitions was tested with a relaxed molecular clock with branch rates drawn from an exponential distribution (UCED clock); and a relaxed molecular clock with branch rates drawn from a log normal distribution (UCLD clock) (4).
Tip dates were calibrated using the date associated with each sample in the laboratory records.
Each model was run in duplicate using the GTR+G nucleotide substitution model and the ML phylogeny (above) as starting tree, and the Bayesian skyline model as a flexible demographic prior (5). The clock rate prior was set to a normal distribution with mean of Figure. RRV transitions between different regions of Canada and USA, estimated using discrete trait phylogeography. Arrows are shaded according to statistical support for the transition. The estimated number of transitions between regions is given next to the relevant arrow, with the 95% Highest Posterior Density in brackets.
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